seq_name: gb_ba2 : AE000213 



seq_documentation_block : 

LOCUS ^AE000213 10959 bp DNA 

i^^scherichia colt K-12 MG1655 section 

i^^E000213 000096 

AE000213.1 GI:1787371 



DEFINITIO] 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



BCT 
103 of 



12-NOV-1998 
f the complete 



Escherichia coli. 



V^j) REFERENCE 
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Ksuiierienid ' cull — » 
Bacteria; Proteobacteria 
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TITLE 



gamma subdivision; Enterobacteriaceae; 



Perna,N.T., Burland,v. 
Rode,C.K., Mayhew,G.F., 
Goeden,M.A., Rose, D. J., 

K-12-'*' 
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AUTHORS 
TITLE 
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REFERENCE 
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TITLE 
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REFERENCE 
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TITLE 



2 (bases 1 to 10959) 
Blattner,F.R. 
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3 (bases 1 to 10959) 
Blattner, F.R. . , 
Direct Submission 

Submitted (02-SEP-1997 ) Guy Plunkett III, Laboratory of Genetics, 
University of Wisconsin, 445 Henry Mall, Madison, WI 53706, USA. 
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4 (bases 1 to 1095? > 
Plunkett, G. III. 
Direct Submission 



alignment_s cores : 

Quality: 
Ratio: 

Percent Similarity: 

alignment_block : 
US-09-252-691-7056 




Length: 216 
Gaps ; 0 
Percent Identity: 85.780 



x AE000213/rev 



Align seg 1/1 to reverse of: AE000213 from: 1 to: (l0J£5j£) 

^ — ^^>1 ^AlaIleMetArgGlnLeuIleThrProGluAsnThrMetThrLvsThrs<=> i 7 

MINI IMIIMII llllllllllll 1111111! 
ir\ 9268 GCTATAATGCGGCAATTCATAATCTCTGAAAATACCATGCAAAAAACTTC 



9219 

17 rPheArgLysHisArgValGluArgPheSerSerArgGlnAlaThrArgA 34 

|||||ll:::Ml:::MI:::||l!lllllll|:::::::"nHlll 
9218 TTTTAGAAATCACCAGGTTAAGCGATTCAGCTCGCAACGTTCTACCAGGC 9169 

34 rArhrProGluProGlnProThrArgVallleLeuPheAsnLysProTyr 50 
III Illlll I I ll I I 1 I I I I I I I Mill I I I I I I I I I I I I I I I I I 
9168 GTftAACCTGAAAACCAGCCCACGCGTGTGATCfe TGTTCAATAAACpCTAC 9119 

51 AspVMlLeuProGlnPheThrAspGluAlaGlyArgSerThrLeuLysAs 67 
lllllllMIIIIII I MIMM IIII'IMIII!:::IIMII!I h: 
9118 G AT GTfTCTTCCGCAGTTCACCGATGAAGCCGGACGCAAAACATTAAAAGA 9069 

67 DphelleProValGlnGlyValTyrAlaAlaGlyArgLeuAspArgAspS 84 
:||||||tllllMMMMIIMIIIMMIIIIIIIMIIIIIIIIII 
9068 ATTCATCCCGGTTCAGGGTGTTTATGCAGCAGGTCGCCTTGACCGCGATA 9019 



84 




erGluGlyLeuLeuValLeuThrAsnAspGlyValLeuGlnAlaArgLeu 100 

||||||||II1IIIIIMIIIIIH|:::|I|::HIIIIMIIIIIIM 
9018 GCGAAGGGTTGCTGGTGCTGACCAATAACGGCGCGTTGCAGGCGCGTTTA 8969 

101 ThrGlnProGlyLysArgThrGlyLysIleTyrTyrValGlnValGluGl 117 
III HIM lllllllllllll IIIIMI liniNIMIMIIIMII! ! 

8968 ACCCAGCCGGGTAAACGCACCGGAAAAATCTATTATGTGCAGGTGGAAGG 8919 

117 yGluProAspAspAlaSerLeuAlaLysLeuArgAsnGlyValThrLeuA 134 
I Ml ::: :::IM I I I I I I I I M I I I I I I I I I I I I 

8918 T ATTCCCACACAAG ACGCACTTGAAGC^TTGCGCAATGGCGT AACCTT AA 8869 

134 snAspGlyProThrLeuProAlaGlylleGluArgValAsnGluProGlu 150 
I IIIIMI Illlll I Illlll II Ml , Ml lll:::l!llll 
8868 ATGATGGCCCTACCCTGCCCGCCGGCfCGGAGCTGGTTGACGAACCCGCG 8819 

151 TrpLeuTrpProArgAsnProProlleArgGluArgLysSerlleProTh 167 
MIIIMI Mil M Mill UN II IMIMMMMMIMM MIM I 

8 8 1 8| TGGTT ATGGCCGCGG AATCCACCAATTCGTG AACGCAAAAGTATTCCCAC 8769 

167 rSerTrpLeuLysIleThrLeuTyrGluGlyArgAsnArgGlnValArgA 184 
HI MM Mill H I IIMHIMI MM HUM III MHMIIHM 
8768 CAGCTGGCTGAAGATCACCTTATATGAAGGACGTAATCGCCAGGTGCGCC 8719 

184 rgMetThxAlaHisValGlyPheProThrLeuArgLeuIleArgTyrAla 200 

III Mil Hill III II III ill llllllllllll llllllllllll III 
8718 GCATGACCGCCCATGTTGGCTTCCCCACGCTGCGACTGATTCGCTATGCG 8669 

201 MetGlySerTyrThrLeuAspSerLeuAlaAsnGlyGluTrpArgAspVa 217 
| | | | | L: : : | | | : I Til M : : I I II I II I I I M II I II II II : : M I 
8668 ATGGGTeATTACTCTTTGGATAATCTTGCCAATGGTGAATGGCGAGAAGT 8619 

217 lThr 218 . 
I I I I 

8618 GACA 8615 * 



ALIGNMENTS 



RESULT 1 
YMFC_ECOLI > 

AC P7596^ ODI STANDARD; PRT ; 217 M . 

DT Ol-NOV-1997 (Rel. 35, Created) 

5 a^w^args.™ REGI0 , 

OS Escherichia coll. 

£ EschSch^^ ™ division; Enterobacter'iaceae; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN-K12 / MG1655; 

RX MgfiLjaiEj 97426617. 

. RA Gregor j! , /w^K^patri"^ A 'cSLVi' "I** 6 " GF " 

RA Mau B., Shao Y • "*patncic h.a., Goeden M.A., Rose D.J., 

RN [2] • L 

RP SEQUENCE FROM N.A 

RC STRAIN-K12; 

RX MEJDUUffi; 97061202. 



ion 



< ^hlina_> • ' Aiba H., Baba T., Fuiita k uavaaUl v „ ■ 

RA Yano M., Horiuchi T.; Takemoto K., wada C, Yamamoto Y . , 

RT "A 718-kb DNA sequence of the Escherichia con ff-io 

E ^ r Re f 0 1tJf 7 ^s th c^ 7 - 28 - 0 mln r4ion ^ "-SSS^p.-, 

CC ^^^1^^^^ 

CC the European ^ofnforma^cs institute ^here'are^ °* EMBL ° utsta "°n 

CC use by non-profit insti ti^i™* „ i are no restrictions on its 

CC modified and this statement ^ ""^ 35 itS cont ent is in no way 

CC entities r^nf;:. rTrr:'„ -!.^. r ? mo r ed -. Usa 9 e by and for commercial 

CC ---?!^-!! "cS2l«SS-S n ch) (See htt P : ^-^-sib.cVannounce/ 

DR EMBL; AE000213; AAC74219.1; ALT*INIT " 

DR EMBL; D90748; BAA35957 1- - 

DR EMBL; D90749; BAA35966.1- -' 

DR ECOGENE; EG13447; YMFC 

DR PROSITE; PS 01 14 9; PSI_RSQ- 1 

KW Hypothetical protein. 

SQ SEQUENCE 217 AA; 24880 MW; F7C7A7CEDC5FD3F6 CRC64 ; 
gS^^Si.Ilarlty HIV, 3.K ; ^ ^ 



Matches 185; Conservative 12; Mismatches 19; indels 0; Gaps 

Oy 3 ^OLITPENTMTKTSFRKHR^ ^ 

Db 1 MRQFIISEOTMQKTSFRN^ 6Q 

Z 61 122 

Db 61 KTLKEFIPVQGVyAAGRLDRDSEGLLVLTNNGALQARLTipGKRT^ 120 

Qy 123 
Db 



S LAK LRNGVT ^NDG PT LP AG I E RVNEP EWLWP RNPPIRERKSIPT SWLK I T LYEG RNRQ V 182 

121 alealrngv4lnx>gptlpag 180 



Qy 183 RRMTAHVGFPTLRLIRYAMGSYTLDSLANGEWRDVT 218 

... I I I I I I I I I I I I I I I J I I I I I : I I : I I I I I | | : I I 
Db 181 RRMTAHVGFPTLRLIRYAMGDYSLDNLANGEWREVT 216 



RESULT 10 , 
?D° 9< W10941 standard; peptide; 35 A*. 

AC W 1 0 9 4 1 * 

DT 10-NOV-1997 (first entry) seauenc e, C28, from R26 library. 

DE Polyclonal anti-£erritln bln f er ,^"t?v receptor; immunoreactive group; 
K„ Functional surrogate; ««ly" Selection; diagnostic analyte; Chlamydia; 

m mimic; homogenous ^Uergen; hormone; fertility; myoglobin,- 

KW cardiac marker; tumour marker, """gen. ht chaln . troponin; 

^ pregnancy; Infectious disease : „ ow £ n hormone; immunoglobulin E; 

kw follicle stimulating hormone; human, grout J ™ hepatitis antigen; 

m prolactin; parathyroid P^^nLlng hlrmine; cytomegalovirus; 

^ antibody; chorionic gonadotropin lutein^. p | ost ate- specific "tlgen; 

% ■ISSSSS^i^^^^^-- — vlrus: CA125 - 

OS synthetic . 
PN W09641172-A1- 
PD 19-DEC-1996. ■ 
PF 07-JUN-1996; 010498. 
PR 07-JUN-1995; US-476375. 
PA (Cllfl:) CYTOGEN CORP- 

PI rTSrte^ JM, Lee-Own FV; 
PR W PI; 97-077284/07. 

N-PSDB; T48787. analvte - useful as competitor 



N-PSDB; T48787. analvte - useful as competitor 

25222 raffrntiy S rsra 9 yre°P. a for n de y tectlng large macromolecules 

lucloluxefpagl 118/2; "6pp; tt|li»h. " ^ bln<Jer nce from 



DR 
PT 
PT 
PT 
PS 

cc 
cc 



cc 
cc 
cc 
cc 



cc 
cc 
cc 



Receptor and this - Functional surrogates sucn a 

stress SfSas^^ 

«nd with the analyte for a Ji ml ^ in £. na t ar ally occurring analytes. 

CC detecting ferritin, follicle stimulating one „ placental 

~ Immunoglobulin E, prolactin, P«|W™ against them, human 
£ hepatitis an ^^^Kg 'hormone, cytomegalovirus 

cc chorionic gonadotropin, toxoplasma , herpes virus, DK MB, 

SQ Sequence 35 AA; 

2 7%; Score 6; DB 1; Length(|5^ 



Best Local sirauarxLj 
Matches 6; Conservative 

Ov 76 AAGRLD 81 

1 1IIHI 
Db 17, AAGRLD 22 



